STATISTICAL CONFIDENCE ESTIMATES: THE Q-VALUE
The q-value is an analog of the p-value that incorporates multiple testing correction. In contrast to Bonferroni correction or E-values, which control the so-called "family-wise error rate" (i.e., the probability that a given set of results contains at least one false positive), the q-value controls * to whom correspondence should be addressed the "false discovery rate" (FDR; i.e., the proportion of false positives within a given set of results. FDR-based multiple testing correction is most appropriate when conclusions and follow-up analyses are likely to involve collections of hypotheses rather than individual hypotheses.
The motivation for reporting a q-value rather than a simple FDR estimate stems from a somewhat unfortunate property of the FDR, namely, that it is not always monotonic with respect to the underlying score. Because such behavior is clearly undesirable (and difficult to interpret), Storey (2002) defines the q-value as the minimal FDR threshold at which a given score is deemed significant.
For introductory descriptions of FDR analysis and q-values, see Noble (2006) and Storey and Tibshirani (2003) .
ADDITIONAL DETAILS REGARDING THE CTCF SCAN
The FIMO PSSM used in the example in the paper was taken from Kim et al. (2007) . Its sequence logo is shown in Figure 1 . We ran FIMO with a zero-order background file derived from the human genome hg18, with A/T 29.55%, C/G=20.45%.
As a gold standard for the CTCF calls, we use a CTCF ChIPseq experiment carried out at the Broad institute as part of the c Oxford University Press 2010.
ENCODE Consortium (ENCODE Consortium, 2007) . The file wgEncodeBroadChipSeqPeaksGm12878Ctcf.broadPeak.gz, downloaded from http://hgdownload.cse.ucsc.edu/ goldenPath/hg18/encodeDCC/wgEncodeBroadChipSeq on December 9, 2010, contains 27,820 peaks. We counted as positive any predicted CTCF site that overlapped one of the ChIP-seq peaks by at least 1 bp. For the purposes of the plot, when two predicted sites overlap a single peak, then the predicted site with greater p-value is eliminated. To produce a precision-recall curve, we vary the p-value threshold T and plot the percentage of sites with p < T that overlap a ChIP-seq peak as a function of the percentage of ChIP-seq peaks that are overlapped by a predicted site.
